Use of information from identified QTL (major genes) in selection for quantitative traits was first described by Neimann-Sorensen and Robertson [13] . They developed procedures to weight information from an identified QTL with phenotypic information using selection index procedures (8!, based on the amount of genetic variance explained by the QTL. Smith [15] and Smith and Webb [16] extended these procedures and compared the rates of response from one generation of selection on this index to the response from selection on phenotypic information alone. Lande and Thompson [10] derived selection criteria combining information from genetic markers linked to QTL with phenotypic information, using the selection index theory. Marker information was combined into a marker score, which was equal to the sum of the average effects associated with markers. Average effects were defined as allele substitution effects and derived as partial coefficients of regression of phenotype on number of marker alleles (10!. Soller [17] considered the discrete nature of effects at an identified QTL in predicting response to selection. Selection was on an index of the breeding value for the QTL, which was assumed to be known without error, and an EBV for polygenic effects. Pong-Wong and Woolliams [14] showed that the discrete index used by Soller [17] is equivalent to the indexes of Smith [15] and Lande and Thompson [10] where i lij is equal to +a j , 0 and -a j for genotypes BB, Bb and bb. Also, the following relationships must exist between the standardized truncation points x2! :
In addition, the f ij fractions selected from distribution ij, which are equal to 1 -1>( Xij ), where 4) is the cumulative distribution function for a standard normal distribution, must satisfy a constraint on the overall fraction selection:
Equations (7)- (9) 
